CITATION REPORT
List of articles citing

Source: https://exaly.com/paper-pdf/27003256/citation-report.pdf
Version: 2024-04-09

This report has been generated based on the citations recorded by exaly.com for the above article. For
the latest version of this publication list, visit the link given above.

The third column is the impact factor (IF) of the journal, and the fourth column is the number of

citations of the article.




154

152

150

148

146

144

142

140

CITATION REPORT

Paper IF Citations

The diverse world of coenzyme A binding proteins. 1996, 6, 790-7

Paper Alert. Structure, 1996, 4, 1531-1534 5.2

Conformational heterogeneity in crystalline proteins: time-resolved fluorescence studies. 1997,
278,202-21

Glutamate-119 of the large alpha-subunit is the catalytic base in the hydration of
2-trans-enoyl-coenzyme A catalyzed by the multienzyme complex of fatty acid oxidation from 32 20
Escherichia coli. Biochemistry, 1997, 36, 11044-9

Understanding enzyme superfamilies. Chemistry As the fundamental determinant in the evolution
of new catalytic activities. Journal of Biological Chemistry, 1997, 272, 30591-4

Localization and sequence analysis of the phnH gene encoding 2-hydroxypent-2,4-dienoate

hydratase in Pseudomonas sp. strain DJ77. 1997, 238, 56-60 11

The 1.8 A crystal structure of the dimeric peroxisomal 3-ketoacyl-CoA thiolase of Saccharomyces
cerevisiae: implications for substrate binding and reaction mechanism. 1997, 273, 714-28

A 20-amino-acid autonomous RNA-binding domain contained in an enoyl-CoA hydratase. 1997, 244, 890-9 8

Diverse mechanistic approaches to difficult chemical transformations: microbial dehalogenation of
chlorinated aromatic compounds. 1997, 4, 169-74

The crystal structure of dienoyl-CoA isomerase at 1.5 A resolution reveals the importance of

aspartate and glutamate sidechains for catalysis. Structure, 1998, 6, 957-70 52 8o

Two crystal structures of N-acetyltransferases reveal a new fold for CoA-dependent enzymes.
Structure, 1998, 6, 1345-50

Mechanistically diverse enzyme superfamilies: the importance of chemistry in the evolution of

catalysis. 1998, 2, 607-12 100

How far divergent evolution goes in proteins. 1998, 8, 380-7

Stereospecific 1H and 13C NMR Assignments of Crotonyl CoA and Hexadienoyl CoA:
Conformational Analysis and Comparison with ProteinlloA Complexes. 1998, 120, 9988-9994 9

The crystal structure of enoyl-CoA hydratase complexed with octanoyl-CoA reveals the structural
adaptations required for binding of a long chain fatty acid-CoA molecule. 1998, 275, 847-59

Structure and evolution of parallel beta-helix proteins. Journal of Structural Biology, 1998, 122,236-46 3.4 106

Peroxisomal Delta3-cis-Delta2-trans-enoyl-CoA isomerase encoded by ECI1 is required for growth

of the yeast Saccharomyces cerevisiae on unsaturated fatty acids. Journal of Biological Chemistry,
1998, 273, 31366-74




(2000-1998)

138  Role of a critical water in scytalone dehydratase-catalyzed reaction. 1998, 95, 4158-63 15

Delta3,5-delta2,4-dienoyl-CoA isomerase from rat liver. Molecular characterization. Journal of
Biological Chemistry, 1998, 273, 349-55

136  Microbial Dehalogenases. 1999, 401-422 10

Yeast peroxisomal multifunctional enzyme: (3R)-hydroxyacyl-CoA dehydrogenase domains A and B
are required for optimal growth on oleic acid. Journal of Biological Chemistry, 1999, 274, 28619-25

134 Turn up the HEAT. Structure, 1999, 7, R91-7 52 54

Mutagenic and enzymological studies of the hydratase and isomerase activities of 2-enoyl-CoA
hydratase-1. Biochemistry, 1999, 38, 2991-9

Biochemical characterization and crystal structure determination of human heart short chain
132 L-3-hydroxyacyl-CoA dehydrogenase provide insights into catalytic mechanism. Biochemistry, 1999, 32 8o
38, 5786-98

Stabilization of Reactive Intermediates and Transition States in Enzyme Active Sites by Hydrogen
Bonding. 1999, 5-29

Characterisation and mitochondrial localisation of AUH, an AU-specific RNA-binding enoyl-CoA
139 hydratase. 1999, 228, 85-91 &
The Toxicity of Methylenecyclopropylglycine: Studies of the Inhibitory Effects of
(Methylenecyclopropyl)formyl-CoA on Enzymes Involved in Fatty Acid Metabolism and the
Molecular Basis of Its Inactivation of Enoyl-CoA Hydratases. 1999, 121, 9034-9042

Interchange of catalytic activity within the 2-enoyl-coenzyme A hydratase/isomerase superfamily

128 based on a common active site template. Biochemistry, 1999, 38, 7638-52 32 73

Role of glutamate 144 and glutamate 164 in the catalytic mechanism of enoyl-CoA hydratase.
Biochemistry, 1999, 38, 9508-16

Orientation of coenzyme A substrates, nicotinamide and active site functional groups in

126 (Di)enoyl-coenzyme A reductases. Biochemistry, 2000, 39, 7001-11 3-2

22,

The involvement of coenzyme A esters in the dehydration of (R)-phenyllactate to (E)-cinnamate by
Clostridium sporogenes. 2000, 267, 3874-84

When protein folding is simplified to protein coiling: the continuum of solenoid protein structures.

124 2000, 25, 509-15

Characterization of the pcbE gene encoding 2-hydroxypenta-2,4-dienoate hydratase in
Pseudomonas sp. DJ-12. 2000, 23, 187-95

Human peroxisomal multifunctional enzyme type 2. Site-directed mutagenesis studies show the
122 importance of two protic residues for 2-enoyl-CoA hydratase 2 activity. Journal of Biological 54 37
Chemistry, 2000, 275, 4965-72

Genetic structure and functional implication of the fcb gene cluster for hydrolytic dechlorination of

4-chlorobenzoate from Pseudomonas sp. DJ-12. 2000, 258, 109-16




CITATION REPORT

120 beta-oxidation - strategies for the metabolism of a wide variety of acyl-CoA esters. 2000, 1484, 117-28 103

Novel inactivation of enoyl-CoA hydratase via beta-elimination of 5,
6-dichloro-7,7,7-trifluoro-4-thia-5-heptenoyl-CoA. Biochemistry, 2000, 39, 12007-18

Discovering new enzymes and metabolic pathways: conversion of succinate to propionate by

118 Escherichia coli. Biochemistry, 2000, 39, 4622-9

32 118

New reactions in the crotonase superfamily: structure of methylmalonyl CoA decarboxylase from
Escherichia coli. Biochemistry, 2000, 39, 4630-9

Expression and stereochemical and isotope effect studies of active 4-oxalocrotonate

116 decarboxylase. Biochemistry, 2000, 39, 718-26 32 13

Consistency analysis of similarity between multiple alignments: prediction of protein function and
fold structure from analysis of local sequence motifs. 2001, 307, 939-49

114 The crystal structure of delta(3)-delta(2)-enoyl-CoA isomerase. 2001, 309, 845-53 45

Rapid evolution of bacterial catabolic enzymes: a case study with atrazine chlorohydrolase.
Biochemistry, 2001, 40, 12747-53

The mechanism of dienoyl-CoA reduction by 2,4-dienoyl-CoA reductase is stepwise: observation of

112 3 dienolate intermediate. Biochemistry, 2001, 40, 12412-21

Studies on the inactivation of bovine liver enoyl-CoA hydratase by
(methylenecyclopropyl)formyl-CoA: elucidation of the inactivation mechanism and identification of
cysteine-114 as the entrapped nucleophile. 2001, 123, 9749-59

Role of active site binding interactions in 4-chlorobenzoyl-coenzyme A dehalogenase catalysis.

110 Biochemistry, 2001, 40, 15684-92 32 37

Involvement of glycine 141 in substrate activation by enoyl-CoA hydratase. Biochemistry, 2001, 40, 1725-33

Divergent evolution of enzymatic function: mechanistically diverse superfamilies and functionally

108 distinct suprafamilies. 2001, 70, 209-46 453

Mutation of lysine residues of the 78-kDa gastrin-binding protein reduces gastrin binding. 2001, 20, 345-51

106 The architecture of parallel beta-helices and related folds. 2001, 77, 111-75 191

Crystal structure of human AUH protein, a single-stranded RNA binding homolog of enoyl-CoA
hydratase. Structure, 2001, 9, 1253-63

Functional characterization of Delta3,Delta2-enoyl-CoA isomerases from rat liver. Journal of

194 Biological Chemistry, 2002, 277, 9127-32 >4 42

Molecular mechanisms of fatty acid beta-oxidation enzyme catalysis. 1999, 466, 133-43




(2003-2002)

102  Effect of mutagenesis on the stereochemistry of enoyl-CoA hydratase. Biochemistry, 2002, 41, 12883-903.2 13

Structural mechanism of enoyl-CoA hydratase: three atoms from a single water are added in either
an E1cb stepwise or concerted fashion. Biochemistry, 2002, 41, 2621-9

A revised mechanism for the inactivation of bovine liver enoyl-CoA hydratase by
100 (methylenecyclopropyl)formyl-CoA based on unexpected results with the C114A mutant. 32 13
Biochemistry, 2002, 41, 1843-52

Polarization of cinnamoyl-CoA substrates bound to enoyl-CoA hydratase: correlation of (13)C NMR
with quantum mechanical calculations and calculation of electronic strain energy. Biochemistry,
2002, 41, 2630-40

3 Direct hydration of 3-octynoyl-CoA by crotonase: a missing link in Konrad Bloch’s enzymatic studies
9 with 3-alkynoyl thioesters. 2002, 292, 1171-4 5

Enzymology of beta-oxidation of (poly)unsaturated fatty acids. 1999, 466, 301-9

96 [IDiketone hydrolases. Journal of Molecular Catalysis B: Enzymatic, 2002, 19-20, 73-82 11

Crystal structure of the functional unit of interphotoreceptor retinoid binding protein. Structure,
2002, 10, 43-9

Stereoselectivity of enoyl-CoA hydratase results from preferential activation of one of two bound
94 substrate conformers. 2002, 9, 1247-55 27

The biochemistry of peroxisomal beta-oxidation in the yeast Saccharomyces cerevisiae. 2003, 27, 35-64

5 Combining combinatorial chemistry and affinity chromatography: highly selective inhibitors of 5
9 human betaine: homocysteine S-methyltransferase. 2003, 10, 113-22 7

Enoyl-CoA hydratase. reaction, mechanism, and inhibition. 2003, 11, 9-20

90  Cdyl: a new transcriptional co-repressor. 2003, 4, 877-82 81

Interphotoreceptor retinoid-binding protein--an old gene for new eyes. 2003, 43, 3021-36

Coenzyme F420-dependent methylenetetrahydromethanopterin dehydrogenase (Mtd) from

88 Methanopyrus kandleri: a methanogenic enzyme with an unusual quarternary structure. 2003, 332, 1047-57 34

Crystal structure of the carboxyltransferase domain of acetyl-coenzyme A carboxylase. 2003, 299, 2064-7

The 2-A crystal structure of 6-oxo camphor hydrolase. New structural diversity in the crotonase

86 superfamily. Journal of Biological Chemistry, 2003, 278, 1744-50 54 19

Crystal structure of Mycobacterium tuberculosis MenB, a key enzyme in vitamin K2 biosynthesis.

Journal of Biological Chemistry, 2003, 278, 42352-60




84

82

8o

76

74

72

70

68

CITATION REPORT

Biochemical and structural studies of malate synthase from Mycobacterium tuberculosis. Journal of
Biological Chemistry, 2003, 278, 1735-43 >4

Crystal structure of the (R)-specific enoyl-CoA hydratase from Aeromonas caviae involved in
polyhydroxyalkanoate biosynthesis. Journal of Biological Chemistry, 2003, 278, 617-24

Structure of 6-oxo camphor hydrolase H122A mutant bound to its natural product,
(2S,4S)-alpha-campholinic acid: mutant structure suggests an atypical mode of transition state 54 19
binding for a crotonase homolog. Journal of Biological Chemistry, 2004, 279, 31312-7

Aromatic Dehalogenases: Insights into Structures, Mechanisms, and Evolutionary Origins. 2004, 227-259

Structural basis for channelling mechanism of a fatty acid beta-oxidation multienzyme complex.
EMBO Journal, 2004, 23, 2745-54 B9

Evolution of function in the crotonase superfamily: (3S)-methylglutaconyl-CoA hydratase from
Pseudomonas putida. Biochemistry, 2004, 43, 4646-54

The 1.3 A crystal structure of human mitochondrial Delta3-Delta2-enoyl-CoA isomerase shows a
novel mode of binding for the fatty acyl group. 2004, 342, 1197-208

Structural studies on delta(3)-delta(2)-enoyl-CoA isomerase: the variable mode of assembly of the
trimeric disks of the crotonase superfamily. 2004, 557, 81-7

Emergent mechanistic diversity of enzyme-catalysed beta-diketone cleavage. Biochemical Journal,
2005, 388, 721-30

Aerobic benzoyl-CoA catabolic pathway in Azoarcus evansii: studies on the non-oxygenolytic ring
cleavage enzyme. 2005, 56, 1586-600

Identification and Functional characterisation of genes and corresponding enzymes involved in

carnitine metabolism of Proteus sp. 2005, 183, 176-89 21

Glycation of mitochondrial proteins from diabetic rat kidney is associated with excess superoxide
formation. 2005, 289, F420-30

Structural and mechanistic studies on carboxymethylproline synthase (CarB), a unique member of
the crotonase superfamily catalyzing the first step in carbapenem biosynthesis. Journal of 54 29
Biological Chemistry, 2005, 280, 34956-65

Ring current effects in the active site of medium-chain Acyl-CoA dehydrogenase revealed by NMR
spectroscopy. 2005, 127, 8424-32

Crystal structure of 2-enoyl-CoA hydratase 2 from human peroxisomal multifunctional enzyme type
2.2005, 345, 1157-69 49

Studies of human mitochondrial 2,4-dienoyl-CoA reductase. 2005, 434, 195-200

Mutation of Lys242 allows Delta3-Delta2-enoyl-CoA isomerase to acquire enoyl-CoA hydratase
activity. 2006, 1760, 1874-83 3

3-Methylglutaconyl-CoA hydratase from Acinetobacter sp. 2006, 185, 297-306




(2010-2007)

Crystal structure of the ECH2 catalytic domain of CurF from Lyngbya majuscula. Insights into a
66 decarboxylase involved in polyketide chain beta-branching. Journal of Biological Chemistry, 2007, 5.4 48
282,35954-63

Rat liver carnitine palmitoyltransferase 1 forms an oligomeric complex within the outer
mitochondrial membrane. Journal of Biological Chemistry, 2007, 282, 26908-26916

Structural characterization of a beta-diketone hydrolase from the cyanobacterium Anabaena sp.
64  PCC7120in native and product-bound forms, a coenzyme A-independent member of the crotonase 32 12
suprafamily. Biochemistry, 2007, 46, 137-44

Rv3389C from Mycobacterium tuberculosis, a member of the (R)-specific hydratase/dehydratase
family. 2007, 1774, 303-11

New insights into the organization and evolution of vertebrate IRBP genes and utility of IRBP gene
sequences for the phylogenetic study of the Acanthomorpha (Actinopterygii: Teleostei). 2008, 48, 258-69 35

A ternary complex of hydroxycinnamoyl-CoA hydratase-lyase (HCHL) with acetyl-CoA and vanillin
gives insights into substrate specificity and mechanism. Biochemical Journal, 2008, 414, 281-9

Structural and biophysical characterization of BoxC from Burkholderia xenovorans LB400: a novel

6o ring-cleaving enzyme in the crotonase superfamily. Journal of Biological Chemistry, 2009, 284, 16377-1 638%

12

Multimerization and H3K9me3 binding are required for CDYL1b heterochromatin association.
Journal of Biological Chemistry, 2009, 284, 35049-59

3 17beta-hydroxysteroid dehydrogenase type 8 and carbonyl reductase type 4 assemble as a
5 ketoacyl reductase of human mitochondrial FAS. 2009, 23, 3682-91 40

AU-rich RNA-binding induces changes in the quaternary structure of AUH. 2009, 75, 360-72

6 Crystal structure of phenylacetic acid degradation protein PaaG from Thermus thermophilus HBS.
5% 2009, 76, 779-86

Arg-85 and Thr-430 in murine 5-aminolevulinate synthase coordinate acyl-CoA-binding and
contribute to substrate specificity. Protein Science, 2009, 18, 1847-59

Active site geometry of oxalate decarboxylase from Flammulina velutipes: Role of

54 histidine-coordinated manganese in substrate recognition. Protein Science, 2002, 11, 2138-47 63 16

Domain swapping in the low-similarity isomerase/hydratase superfamily: the crystal structure of rat
mitochondrial Delta3, Delta2-enoyl-CoA isomerase. Protein Science, 2005, 14, 1545-55

52 Fatty Acid Biosynthesis and Oxidation. 2010, 231-275 14

Structural basis of the sensor-synthase interaction in autoinduction of the quorum sensing signal
DSF biosynthesis. Structure, 2010, 18, 1199-209

Characterization of the enzymes encoded by the anthrose biosynthetic operon of Bacillus

50 anthracis. Journal of Bacteriology, 2010, 192, 5053-62 35 28

A bicarbonate cofactor modulates 1,4-dihydroxy-2-naphthoyl-coenzyme a synthase in menaquinone

biosynthesis of Escherichia coli. Journal of Biological Chemistry, 2010, 285, 30159-69




CITATION REPORT

Crystal structure of liganded rat peroxisomal multifunctional enzyme type 1: a flexible molecule

48 with two interconnected active sites. Journal of Biological Chemistry, 2010, 285, 24089-98 54 20

The selective addition of water to C=C bonds; enzymes are the best chemists. Chemical
Communications, 2011, 47, 2502-10

Stabilization of the second oxyanion intermediate by 1,4-dihydroxy-2-naphthoyl-coenzyme A
46 synthase of the menaquinone pathway: spectroscopic evidence of the involvement of a conserved 32 9
aspartic acid. Biochemistry, 2011, 50, 5893-904

Mechanism of the intramolecular Claisen condensation reaction catalyzed by MenB, a crotonase
superfamily member. Biochemistry, 2011, 50, 9532-44

Stereoelectronic requirements for optimal hydrogen-bond-catalyzed enolization. Chemistry - A 3
44 European Journal, 2011, 17, 2859-66 4- 13

Structural classification and properties of ketoacyl reductases, hydroxyacyl dehydratases and enoyl
reductases. Protein Engineering, Design and Selection, 2012, 25, 803-11

Protein-protein interactions in the D-oxidation part of the phenylacetate utilization pathway:
42 crystal structure of the PaaF-PaaG hydratase-isomerase complex. Journal of Biological Chemistry, 54 9
2012, 287, 37986-96

Evaluation of the energetics of the concerted acid-base mechanism in enzymatic catalysis: the case
of ketosteroid isomerase. Journal of Physical Chemistry B, 2012, 116, 690-7

Active site binding and catalytic role of bicarbonate in 1,4-dihydroxy-2-naphthoyl coenzyme A

40 synthases from vitamin K biosynthetic pathways. Biochemistry, 2012, 51, 4580-9 32 10

Addition of Water to C?C Bonds and its Elimination. 2012, 467-501

Sequence analysis and structure prediction of enoyl-CoA hydratase from Avicennia marina:
38 implication of various amino acid residues on substrate-enzyme interactions. Phytochemistry, 2013, 4 2
94, 36-44

The isomerase and hydratase reaction mechanism of the crotonase active site of the
multifunctional enzyme (type-1), as deduced from structures of complexes with
3S-hydroxy-acyl-CoA. FEBS Journal, 2013, 280, 3160-75

The putative enoyl-coenzyme A hydratase Dspl is required for production of the Pseudomonas 3
aeruginosa biofilm dispersion autoinducer cis-2-decenoic acid. Journal of Bacteriology, 2013, 195, 4600-10° 4

Crystal structure of DmdD, a crotonase superfamily enzyme that catalyzes the hydration and
hydrolysis of methylthioacryloyl-CoA. PLoS ONE, 2013, 8, €63870

Structure reveals regulatory mechanisms of a MaoC-like hydratase from Phytophthora capsici
34 involved in biosynthesis of polyhydroxyalkanoates (PHAs). PLoS ONE, 2013, 8, e80024 37

Metabolism leaves its mark on the powerhouse: recent progress in post-translational modifications
of lysine in mitochondria. Frontiers in Physiology, 2014, 5, 301

Ligand-dependent active-site closure revealed in the crystal structure of Mycobacterium
32 tuberculosis MenB complexed with product analogues. Acta Crystallographica Section D: Biological 3
Crystallography, 2014, 70, 2959-69

Theoretical study on the chemical mechanism of enoyl-CoA hydratase and the form of inhibitor

binding. Journal of Molecular Modeling, 2014, 20, 2411




(2020-2014)

A density functional theory study on the catalytic mechanism of hydroxycinnamoyl-CoA

30 hydratase-lyase. International Journal of Quantum Chemistry, 2014, 114, 249-254 21 6

Structural Organization of Enzymes of the Phenylacetate Catabolic Hybrid Pathway. Biology, 2015,
4,424-42

Metabolism of [Fvaline via a CoA-dependent ammonia lyase pathway. Applied Microbiology and

28 Biotechnology, 2015, 99, 8987-98 57 2

Human O0enoyl-CoA isomerase, type 2: a structural enzymology study on the catalytic role of its
ACBP domain and helix-10. FEBS Journal, 2015, 282, 746-68

The Pseudomonas aeruginosa Isohexenyl Glutaconyl Coenzyme A Hydratase (AtuE) Is Upregulated
26 in Citronellate-Grown Cells and Belongs to the Crotonase Family. Applied and Environmental 48 7
Microbiology, 2015, 81, 6558-66

Identification and characterization of a highly thermostable crotonase from Meiothermus ruber.
Journal of Molecular Catalysis B: Enzymatic, 2015, 112, 40-44

5 Bioconversion of Pyruvate to -Butanol with Minimized Cofactor Utilization. Frontiers in 3 1
4 Bioengineering and Biotechnology, 2016, 4, 74 > 7

THPP target assignment reveals EchA6 as an essential fatty acid shuttle in mycobacteria. Nature
Microbiology, 2016, 1, 15006

22 Crotonases: NatureH Exceedingly Convertible Catalysts. ACS Catalysis, 2017, 7, 6587-6599 131 10

Structural enzymology comparisons of multifunctional enzyme, type-1 (MFE1): the Flexibility of its
dehydrogenase part. FEBS Open Bio, 2017, 7, 1830-1842

Evolution of Dimethylsulfoniopropionate Metabolism in Marine Phytoplankton and Bacteria.

20 Frontiers in Microbiology, 2017, 8, 637 57 57

Structural Insight into Substrate Specificity of 3-Hydroxypropionyl-Coenzyme A Dehydratase from
Metallosphaera sedula. Scientific Reports, 2018, 8, 10692

Identification and evaluation of quercetin as a potential inhibitor of naphthoate synthase from

18 Enterococcus faecalis. Journal of Molecular Recognition, 2019, 32, €2802

26 2

Structural characterization of HypX responsible for CO biosynthesis in the maturation of
NiFe-hydrogenase. Communications Biology, 2019, 2, 385

Complementary substrate specificity and distinct quaternary assembly of the aerobic and

16 anaerobic [Foxidation trifunctional enzyme complexes. Biochemical Journal, 2019, 476, 1975-1994 38

Post-translational Succinylation of Enoyl-CoA Hydratase EchA19 Slows Catalytic Hydration of
Cholesterol Catabolite 3-Oxo-chol-4,22-diene-24-oyl-CoA. ACS Infectious Diseases, 2020, 6, 2214-2224

L Effect of Nitrogen Sources on Omega-3 Polyunsaturated Fatty Acid Biosynthesis and Gene
4 Expression in sp. Marine Drugs, 2020, 18,

Insights into the stability and substrate specificity of the E. coli aerobic [Foxidation trifunctional

enzyme complex. Journal of Structural Biology, 2020, 210, 107494




12

10

CITATION REPORT

Crystal structure of enoyl-CoA hydratase from Thermus thermophilus HBS8. Acta Crystallographica

Section F, Structural Biology Communications, 2021, 77, 148-155 T 0

Bifunctional Acid-Base Catalysis. 2011, 185-207

Crystallographic binding studies of rat peroxisomal multifunctional enzyme type 1 with
3-ketodecanoyl-CoA: capturing active and inactive states of its hydratase and dehydrogenase 55 1
catalytic sites. Acta Crystallographica Section D: Structural Biology, 2020, 76, 1256-1269

2-Ketocyclohexanecarboxyl coenzyme A hydrolase, the ring cleavage enzyme required for
anaerobic benzoate degradation by Rhodopseudomonas palustris. Journal of Bacteriology, 1998,
180, 2330-6

Structural basis of the induced-fit mechanism of 1,4-dihydroxy-2-naphthoyl coenzyme A synthase
from the crotonase fold superfamily. PLoS ONE, 2013, 8, e63095 37 5

Analysis of Corynebacterium diphtheriae macrophage interaction: Dispensability of corynomycolic
acids for inhibition of phagolysosome maturation and identification of a new gene involved in
synthesis of the corynomycolic acid layer. PLoS ONE, 2017, 12, e0180105

Enzymatic Addition, Elimination, Condensation, and Isomerization. 2001, 677-717

Trifunctional Enzyme of Fatty Acid Oxidation.

Nucleophile Isotope Effects. 2005, 893-914

Structural insights into bifunctional thaumarchaeal crotonyl-CoA hydratase and
3-hydroxypropionyl-CoA dehydratase from Nitrosopumilus maritimus. Scientific Reports, 2021, 11, 2284949

Functional Characterization of Structural Genomics Proteins in the Crotonase Superfamily.. ACS
Chemical Biology, 2022, 49 3

Dmics-guided prediction of the pathway for metabolism of isoprene by Variovorax sp. WS11 .

10



